ITC binding experiments were done on a VP-ITC Micro calorimeter (Microcal Software, Northampton, MA, USA) at 25 °C. A protein sample of TIA-1 RRM23 K was dialysed against buffer containing (10 mM HEPES pH 7.0, 100 mM NaCl, 3% glycerol) made in DEPC treated water. Buffer from dialysate was used to resuspend RNA to a final concentration of 15 µM. Briefly, 26 injections of 10 µl titrant TIA-1 RRM23 K at 154 µM were made into 15 µM of CU-and UC-rich RNA at injection interval of 360 s. Data was collected at 25 °C while stirring at 307 revolutions per minute (rpm). Raw data were integrated and normalized using MicroCal ITC-Origin analysis software. The data were fit using a single binding site model using Microcal Software. Experiments were conducted in duplicate.
Spin labeling of DNA and Paramagnetic NMR spectroscopy
5'-thiol modified C6 S-S TTTTTACTCC-3' DNA (5'thiol TC-rich DNA) and 3-(2-Iodoacetamido)-proxyl (PROXYL) were purchased from Sigma.
15 N labeled TIA-1 RRM23 L was produced and purified as previously described (1) but was finally dialyzed in 20 mM potassium phosphate, 50 mM KCl pH 6.5.
A 100 µL reaction mixture containing 560 µM of the 5'thiol TC-rich DNA and 45 mM (80 times in excess) of PROXYL in sodium phosphate buffer 0.1 M pH 8 was incubated at 40 ºC overnight in the dark as previously reported (2) . The purification of the labeled oligonucleotide was performed using the desalting Illustra Microspin G-25 columns (GE Healthcare Life Sciences) followed by two consecutive ethanol precipitations and a final resuspension in 20 mM potassium phosphate, 50 mM KCl pH 6.5. 1 
